. Comparison of interactions involving charged residues between PDB:
4EIY and A2A_SSAD_1.9 structures.  table S4. Comparison of protein and data collection parameters for successful S-SAD phasing of XFEL data.
fig. S1. A2A-BRIL/ZM241385 microcrystals used for data collection. The image was taken using a high-resolution zoom stereo microscope with cross-polarizers. A three-dimensional screening was performed varying the high-resolution limits for the sulfur site search and phasing, and the number of sulfur atoms to search. This figure represents an intersection at the number of sulfur atoms to search of 10. However, SHELXD yielded 18 sites, and 6 low occupancy sites were eliminated automatically before phasing.
The results show that there are multiple combinations of high-resolution limits for sulfur site search and phasing which led to structure solutions. Colors represent the respective Rfree value as indicated by the color scalebar. The shaded area corresponds to values between the S-SAD phasing cutoff described in the main text (12 sulfur atoms) and the value obtained for the A2AAR (24 sulfur atoms).
Proteins with a higher fraction of Cys and Met residues than the S-SAD phasing cutoff (2.7%) comprise more than 88.5% of all, 92.4% of transmembrane, and 99.9% of all GPCR proteins. 
